Fig 4. Phylogeny of invertebrate peptidoglycan recognition proteins. The neighbour-joining phylogenetic tree following 1,000 bootstraps is shown. Sequence names are represented by the first three letters of the genus name, followed by the first three letters of the species name, followed by their GenBank gene identifier (gi) accession number. Sequences from this work start with IrHem or IrSigp. The bar at the bottom represents 10% amino acid diversity. The numbers at the nodes indicate the percentage bootstrap support.
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